The authors made an error in analysis, with SNPs being mapped to human genome build hg18 and genes to human genome build hg19. Consequently, there are errors in Table 5 , S15 Table, and the accompanying text on pages 9 and 11. Corrected text and tables are provided here.
The third paragraph of the section 'Analysis of Human Prostate Cancer GWAS Data Reveals That QTL Candidate Gene SNPs Are Associated with Aggressive Prostate Cancer' should read:
In the study, 1,372 SNPs mapped within a 100 kb radius of the 29 QTL candidate genes were tested in the CGEMS cohort. Analysis of aggressive vs. non-aggressive disease phenotypes were performed as per the comparisons described in Table 4 . Correction for multiple testing was performed using permutation testing (n = 10,000 permutations). Fourteen of the 29 candidate genes exhibited evidence for association with clinical characteristics of aggressive prostate cancer (Table 5) . Most notably, SNPs in three of the five genes associated with poor clinical outcomes in TCGA (Provisional) and GSE21032 prostate cancer gene expression datasets (CXCL14, ITGAX, and LPCAT2) were all associated with aggressive prostate cancer: For CXCL14, the following SNPs were associated with Gleason score at prostatectomy: rs2547 Table) . 
